
Supplemental Figure S1. Related to Figure 1 and the STAR Methods. Screenshot of DToxS 

workflow demo: The DToxS RNA-seq workflow is implemented as a demonstration of the Bwb. 

The connected workflow consists of five connected widgets, and processes RNA-seq fastq files 

to obtain a list of differentially expressed genes. This list is displayed using the gnumeric 

spreadsheet. 

 

 
 

 
 

 
  



Supplemental Figure S2. Related to Figure 2 and the STAR Methods. Graphical output of 

kallisto-sleuth workflow.  Sleuth has its output linked to the trigger of the gnumeric spreadsheet.  

When sleuth is finished processing it sends the output to the trigger which prompts the gnumeric 

application to read the output CSV file and display the results.  The popup window is a normal 

gnumeric window enabling the user to interact with the process to visualize the data while 

saving results to a host file. 

 

 
 

  



Supplemental Figure S3. Related to the STAR Methods. STAR/DESeq2 RNA-seq workflow on 

remote servers: The Bwb workflow consists of nine widgets and implements a RNA-seq 

differential gene expression pipeline. This is very similar in structure to the kallisto-sleuth 

pipeline.  However, the STAR aligner requires more RAM (32 GB) than available on our laptop 

and the screenshot image depicts a browser connecting to the Bwb application running on a 

remote local firewalled server. The connection is established using SSH tunneling. The 

gnumeric application displays a popup window (lower right window) to view the final results and 

works identically when run remotely. The scrollable lower left window pops up upon clicking the 

STAR align widget. It shows some of the many parameters that the STAR aligner uses, that are 

carried along with the Bwb workflow that are easily customized. 

 

 
 
 
  



Supplemental Figure S4. Related to Figure 1, Figure 2 and the STAR Methods. Widget panels: 

each widget has two tabbed panels.  Double-clicking on the kallisto-quant widget in the kallisto-

sleuth pipeline launches a data entry panel with a series of tabs.  The numerous optional 

parameters that control the way that kallisto performs its quantifications are exposed by clicking 

on the 'optional' tab.  Right-clicking the kallisto-quant widget, and choosing edit brings up the 

widget definition panel.  This reveals the settings that define the widget itself.  The blue 

highlighted selection in the parameters tab of the kallisto:definition window shows the 

parameters defining the number of bootstrap options. The user can enter new values into the 

definition:window to change the default number of bootstraps, for example.  Finally, the black 

background window on the left is the console of the kallisto index.  It displays the messages 

being printed by the widget as it processes the data. The data remains in the window for review 

until cleared. 

 

 
 
 


